, R -USA (HAPI study) [5] , Rw -Rwanda [6] , W -USA (WIHS study) [7] , Z -Zambia [8] .
b These isolates were used as a reference library for sequence imputation.
c These isolates were randomly selected from amongst 396 partially sequenced HPV16 samples whose sequences were imputed. Missing sequence information for these isolates was also determined through complete HPV16 genome sequencing as described in Materials and Methods. The 8 completely sequenced genomes were used to test the accuracy of the imputation procedure.
